In this study, CRC expression profiling files downloaded from GEO dataset GSE38832 was analyzed by GSEA. GSEA was performed using the GSEA v2.0.13 software. Gene sets M7561 was used for enrichment of mTOR signaling pathway-related genes. All gene set files for this analysis were obtained from GSEA website (www.broadinstitute.org/gsea/). Enrichment map was used for visualization of the GSEA results. Enrichment score (ES) and False discovery rate (FDR) value were applied to sort mTOR pathway enriched after gene set permutations were performed 1000 times for the analysis.

